: Isolation of T-DNA insertion mutants of IRE1 genes. a, Location of primers used for confirmation of a T-DNA insertion in ire1a and ire1b. A sequence of each primer is listed in Table S3 . b, Genotyping of the wild-type, ire1a, ire1b and ire1a/ire1b. PCR analysis was performed using primers depicted in a and genomic DNA extracted from each line. Supplementary Fig. S2 : Different tunicamycin sensitivities of seedlings of the wild-type and ire1 mutants. Seeds of the wild-type, ire1a, ire1b and ire1a/ire1b were sown on an MS agar plates with indicated concentrations of tunicamycin. A picture was taken 2 weeks after sowing. Supplementary Fig. S3 : Quantitative RT-PCR analysis of ire1 mutants. Induction of GPT (a), BiP1 (b) and BiP3 (c) genes by tunicamycin treatment in the wild-type and ire1 mutants. The transcript levels of indicated genes were quantified by quantitative RT-PCR. Primers used PCR were listed in Supplementary Table S3 online. Supplementary Fig. S4 : Prediction of the secondary structure of bZIP60.
: Nucleotide and deduced amino acid sequences of bZIP60u and bZIP60s. The bZIP domain and TMD are indicated in blue and yellow, respectively. ORF2 in bZIP60s is shown in green. The splicing sites are indicated by triangles.
Supplementary Fig. S6: Alignment of sequences around the splicing sites in plant bZIP60
homologues. An alignment of the nucleotide sequences of bZIP60 homologues, along with those of human XBP1 and yeast HAC1, is presented. The conserved nucleotides essential for the splicing of HAC1 and XBP1 and those conserved in bZIP60 homologues are highlighted in yellow. The splicing sites are indicated by triangles. 
Supplementary Table S1: Expression values of tunicamycin-inducible genes in wild-type and ire1a/ire1b plants. (available at Scientific Reports Online in Excel format) Supplementary

